aCGH data processing. Raw log-ratios were first processed using DNAcopy R package which implements the circular binary segmentation (CBS) algorithm [1] to obtain regions of equal copy number. The high sensitivity of the algorithm (default parameters) gave rise to many segments containing less than five probes which mostly represented outliers or known Copy Number Variant (CNV) regions. To remove the excessive breakpoints then generated, we merged all segments containing five or less probes with the longest adjacent segment within the same chromosome arm. Calling gains, losses and amplifications: To call gains and losses, we applied a tumor-dependent threshold similar to that proposed by Chin et al [2]. For each tumor, we computed the standard deviation, sigma, of the middle 50% of the log-ratios (only considering autosomal chromosomes). Then, for status assignment, a segment of log-ratios mean m was declared: -amplified if m>=7*sigma -gained if m>=1.75*sigma -lost if m<=1.75*sigma -or no change status otherwise. Management of CNVs: We removed known CNV regions from the analysis. To that purpose, we made use of the regions published by McCarroll et al [3], which are stored in the Database of Genomic Variants [4]. Based on hg17 annotations, for each CNV region identified by McCarroll et al we determined which probes of the Hu-244A
microarray fell into this region. Next, each segment represented by at least 70 percent of CNV in terms of genomic length (not in terms of probes) had its status reassigned. If the segment was either centromeric or telomeric, its status was set to the one of its only neighbor. If the segment was between two segments of the same status then this status was assigned. If the two adjacent segments did not have the same status then the no change status was assigned.
Dimension reduction:
We performed a dimension reduction technique to avoid duplicating statistical tests along the 225,388 probes when not necessary. We considered all the distinct breakpoints generated by the whole set of tumors and ordered them along the genome. Between two consecutives breakpoints, possibly emerging from 2 different tumors, it was clear that each tumor had a constant status.
Then, for each tumor, all the probes in between these two breakpoints shared the same status information and could be shrunk to a single segment information. In our dataset, the 225,388 probes were thus reduced to 8,737 homogeneous segments. A schematic representation of this methodology is presented below.
Data Analysis:
To test whether or not there was an association of a segment status with the Luminal A or Luminal B phenotype, the Fisher's exact test was used. Using a threshold about two-fold the normal breast expression levels pooled, genomic amplification and over-expression correlation were estimated using the Fisher's exact test. All statistical tests were two-sided at the 5% level of significance. Germany). DNA copy number was measured for 27 genes spanning the 8p12-11 region. Primers for the SYBR Green detection were designed with the software Primer 3 (http://frodo.wi.mit.edu/primer3/) and listed below. The relative DNA copy number of each gene analyzed was computed with respect to internal standard G6PD. The expression mRNA level of ZNF703 was computed with respect to the internal standard GUSB gene to normalize for variations in the quality of RNA and the amount of input cDNA. per 25 ml of buffer and loaded onto SDS-polyacrylamide gels. Blots were incubated with the respective primary antibodies diluted in TBST (containing 0.05% Tween20 and 5% non fat dry milk) either overnight at 4°C or for 2 hours at room temperature.
Real-time quantitative PCR (QPCR) RT-PCR (RQ-PCR

Primers used for Q-PCR
Then, blots were washed and incubated with appropriate secondary antibodies (xxxx) and detected using SuperSignal West Pico Chemiluminescent Substrate (Pierce). TMEM66  ZNF703  ERLIN2  PROSC  BRF2  EIF4EBP1  LSM1  BAG4  DDHD2  PPAPDC1B  WHSC1L1  LETM2  FGFR1  TM2D2  ZMAT4  SFRP1  GOLGA7  GINS4  AGPAT6 NKX6-3 ANK1 
